interneurons, but characteristic of cortical and striatal interneurons, was highly induced in Zeb2 KO SVZ cells. Moreover, Zeb2 directly interacted with Sox6 regulatory regions, and overexpression of Sox6 in early postnatal niche phenocopied the impaired generation and migration of neuroblasts to the OB. Our findings indicate that Zeb2 represses the transcription of Sox6 in the SVZ to enable sufficient output of the young postnatal niche. One of the pivotal events in neurogenesis is compartmentalization where neural tissue is divided into domains and undergoes functional differentiation. A prominent example is cerebellar development which tructural and functional compartmentalization. Although the general anatomical organization of the cerebellar neural circuit is well defined, its functional organization and development are still unresolved. To address this issue, focusing especially on the compartmentalization, we have applied several optical approaches including optogenetics in zebrafish, which has similar cerebellar circuitries to mammalian ones. In the present study to observe structural compartmentalization, we first performed confocal time-lapse imaging of the neural tube to track cell populations via 4D analysi. We used gbx2:EGPF midbrain hindbrain boundary (MHB). 4D-imaging of five to 24 hours revealed novel types of cell migration, among which is periodic migration from MHB toward the hindbrain including cerebellum, followed by neuronal differentiation. The cell populations with these distinct behaviors might contribute to the heterogeneity of the hindbrain and cerebellar neuronal circuitries. Next, to examine functional the cerebellum, we conducted in vivo calcium imaging of neural activities cerebellar Purkinje cells. With optokinetic response test, Purkinje cells acti Furthermore, optogenetic stimulation the repressed.We will also discuss the recent progress in neural activity voltage sensor ASAP1, whose response was confirmed by tetrodotoxin treatment. In 2010, there has been an independent discovery by three groups of the ability of CTP synthase, an essential metabolic enzyme responsible for the de novo synthesis of CTP nucleotide, to form filamentous structures (collectively named cytoophidia) in Drosophila, bacteria and budding yeast. Since then, research highlighted the importance of cell compartmentation by filamentation as a general mechanism for the regulation of metabolism, as well as the dynamic nature of cytoophidia after response to metabolic state and to external cues such as stress. Here, we study the potential of proteins to form cytoophidia in S.pombe. We previously identified 23 filament-forming proteins in Saccharomyces cerevisiae (Shen et al., 2016). Of these, 19 proteins have functional orthologues in fission yeast, and are part of GO groups enriched in functions such as glutamate metabolism, translation initiation and elongation, acetyl-coA carboxylase, thioredoxin peroxidase, asparagine biosynthesis, and fructose 6-phosphate metabolic process. We have screened the majority of these genes, after tagging the corresponding proteins with GFP fluorescence epitope, and have checked for the presence of cytoophidia in different growth conditions. Microscopic analyses showed a range of phenotypes regarding the form and localization of the proteins. Our ultimate aim is to understand the function of cytoophidia, using fission yeast as a model, since it is becoming more evident that these filamentous structures may have multiple physiological functions such as metabolism buffering, protein stabilization, cytoskeleton-like function, cell proliferation, stress coping, intracellular transport, or they can act as metabolic switches. The hypoxia inducible factor (HIF-1) is the master regulator of the cellular response to low oxygen levels (hypoxia). Under normal oxygen levels the HIF-1α subunit is expressed, Hydroxilated by prolyl hydroxylases (PDH) and degraded by proteasome. Under hypoxia, HIF-1α is stabilized, translocates to the nucleus and Abstracts S129
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